The NPS algorithm looks for regions in which sets of plus-strand tags and minus-strand tags are separated by a distance that corresponds to a single nucleosome core. Based on the analysis shown in this figure, it is clear that the Schones data set provides a more consistent set of tags separated by a distance of approximately 140 nucleotides. The agglomeration of the 21 separate ChIP-Seq experiments in the Barski data set is less enriched for tags separated by the expected distance, and the observed spread is significantly wider. Based on this analysis, we chose to proceed with our analysis using only the Schones data set.
